Botryosphaeria dothidea is a destructive pathogen infecting apple (Malus domestica) on the fruit and stem. Here, we present the draft genome sequence of B. dothidea (strain LW030101) using Illumina sequencing. The draft genome sequence provides useful information and acts as a platform for further research on the pathogen.
otryosphaeria dothidea, causing apple ring rot, is a destructive pathogen on apple (Malus domestica) worldwide, such as in China, Japan, South Korea, the United States, Australia, and South Africa. Not only does it cause damage on branches or lead to stem canker, apple ring rot also damages apple fruit, resulting in reduced quality and seriously affecting economic benefit. Guo et al. investigated 88 apple orchards, and 77.6% of the apple trees were infected by B. dothidea in China (1) .
B. dothidea strain LW030101 was isolated from an experimental station at Qingdao Agricultural University, Laiyang, Shandong Province, China. Genomic DNA was isolated using the sodium dodecyl sulfate (SDS) method (2) . The total genomic DNA obtained was subjected to quality control by agarose gel electrophoresis and quantified by Qubit. The genome of LW030101 was sequenced using an Illumina HiSeq 2500 by a PE125 strategy, and the sequence reads were 5.88 Gbp in raw data, with an average coverage of 103.6ϫ. Illumina PCR adapter reads and lowquality reads were filtered, and 5.38 Gbp clean data were extracted from the raw data, for which the Q20 was 96.89% and Q30 was 92.01%. The filtered reads were assembled by SOAPdenovo The completeness of the assembly was assessed using CEGMA version 2.4 (4), which estimated the genome sequence to be 98.39% complete. Gene prediction was performed on the B. dothidea genome assembly by GeneMarkS (5) (http://topaz .gatech.edu/) with an integrated model combining the GeneMarkS generated (native) and Heuristic model parameters. Overall, 10,411 protein-coding gene models were predicted in the genome, with the gene total lengths of 13,151,400 bp and average gene length of 1,263 bp.
A whole-genome Blast search (E value Ͻ1e Ϫ5 , minimal alignment length percentage larger than 40%) was performed against six databases. The predicted proteins that had sequence similarity to proteins in Kyoto Encyclopedia of Genes and Genomes (KEGG) (6), Clusters of Orthologous Groups (COG) (7), nonredundant (NR) protein databases, Swiss-Prot (8), Gene Ontology (GO) (9) , and TrEMBL (8) were 3,662, 4,756, 9,375, 3,133, 6,775, and 9,502 proteins, respectively.
In this study, we presented the draft genome sequence of B. dothidea, an economic important pathogen to apple production. The sequence represents a new resource that will be useful for further research into the biology, ecology, and evolution of these key pathogens. Accession number(s). This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession no. MDSR00000000. The version described in this paper is version MDSR01000000.
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